Apoplastic movement of carbohydrates from source to sink tissues is mediated by membrane transport proteins. Isolating cDNA clones for Glc and Suc transport proteins and using these cDNAs to alter expression of the transporters will help to elucidate their role in carbon allocation. The first cDNA for a carbohydrate transporter from a higher plant was recently cloned from Arabidopsis thaliana (Sauer et al., 1990) . This cDNA encodes a Glc transporter as determined by heterologous expression in the yeast Schizosaccharomyces pombe. We have isolated similar cDNAs from sugarcane (Saccharum spp.) using this cDNA as a hybridization probe.
A sugarcane mature leaf cDNA library was screened at low stringency with the coding region (1.4-kb EcoRV-BsmI fragment of pTF414A) of the A. thaliana Glc transporter (Sauer et al., 1990) . The insert of one of the positive clones (SGT1) was subcloned, and sequencing revealed a 1215-bp cDNA. SGTl is a partial cDNA containing an open reading frame encoding a polypeptide of 287 amino acids. The deduced polypeptide shares 56.4% identity and 72.5% similarity to the A. thaliana Glc transporter deduced protein.
The leaf library was rescreened at high stringency using SGTl as a probe. Ten positive X clones were plaque purified, one of which had an insert large enough for a complete open reading frame. This 1726-bp cDNA (SGT2) contained an open reading frame encodmg a polypeptide of 518 amino acids with a calculated molecular m a s of 55.7 kD. The translation initiation sequence at the first Met of this open reading frame is identical in seven of nine nucleotides to the consensus sequence for plants (Lutcke et al., 1987) . A stop codon in the same reading frame is present 63 bp upstream of this AUG codon.
The coding regions of the two cDNAs are identical except for a single nucleotide base change that results in a conservative amino acid difference of an Ala in SGTl and a Val in SGT2. However, the 3' untranslated regions differ greatly in Bugos and Thom Plant Physiol. Vol. 103, 1993 length (352 bp in SGTl and 100 bp in SGT2) and have no significant overall homology. The SGT2 3' untranslated region is not a shortened version of the SGTl 3' untranslated region. The deduced protein of SGT2 shares 58.0, 56.8, and 48.5% amino acid identity to the Glc transporters of Nicotiana tabacum (accession No. X66856), A. thaliana (Sauer et al., 1990) , and Chlorella kessleri (Sauer and Tanner, 1989) , respectivel y.
